The taxonomic circumscription of Allium saxatile s.l. (Amaryllidaceae), widely distributed from Italy to China, has been controversial with the number of accepted species ranging from three to seven. The aims of this study include a morphological and molecular revision of the group, a thorough nomenclatural study of available names and the reconstruction of possible phylogenetic relationships in the A. saxatile group. We studied c. 2000 herbarium specimens and successfully sampled 86 accessions of the A. saxatile group and a few related species to reconstruct a molecular phylogenetic tree based on internal transcribed spacer (ITS) and two plastid DNA regions (rpl32-trnL and trnL-trnF). The monophyletic A. saxatile group consists of 15 geographical entities united in two geographically justified clades. Two yellow-flowered species, A. obliquum and A. petraeum, were clearly nested in the A. saxatile clade in the ITS and plastid DNA analyses. The oldest names in the group, i.e. A. saxatile and A. globosum from the Caucasus, represent genetically identical populations and should be synonymized. The taxonomic conspectus in this article includes 15 species and a nothospecies. We describe five new species (A. austrodanubiense sp. nov., A. schistosum sp. nov., A. cretaceum sp. nov., A. montanostepposum sp.  nov., A. kirilovii sp. nov.) , a nothospecies (A. × agarmyschicum nothosp. nov.) and raise a variety to species level (A. rubriflorum comb. nov.).
INTRODUCTION
Allium L. is one of the largest genera of monocots. Currently, the number of species in the genus is estimated to be 920 (original counts based on Govaerts et al., 2005 Govaerts et al., -2014 . Meanwhile, according to the International Plant Names Index (IPNI), c. ten new Allium spp. are described annually. Many new species are presumed to be rare local endemics; some have been described as a direct result of field work on a limited number of collections with no genetic background provided.
No comprehensive monograph of the genus has been compiled since Regel (1875), and it is highly unlikely that a new monograph will appear in the near future. The phylogenetics of the genus based on internal transcribed spacer (ITS) sequences have been resolved at subgeneric and sectional levels (Friesen, Fritsch & Blattner, 2006 ), but we still know little about the taxonomic and genetic diversity within established sections.
In this article, we present a partial revision of section Oreiprason F.Herm. (subgenus Polyprason Radić) as described by Friesen et al. (2006) . As a result of the lack of recent collections from the mountains of Central Asia, several species attributed to the A.) . The management of the distributional database and map production was financed by the Russian Science Foundation (RNF, grant # 14-50-00029).
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